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Thu Oct 4 09:05:04 2001 [BLASTN 2.1.3 [Apr-1-2001] , NCBI] 
/home/ruby/va/Molbio/carpenda/temp4/ss.DNA40571 (2365 bp) 



Sequences producing High-scoring Segment Pairs: 



Frame Score Match Pet E-val 

1 P__AAA37664 Human peptidase, HPEP-8 coding sequence. + 1334 1340 100 0.0 

2 P__AAF30189 Clone 1161813 0.0.27 encoding secreted pr + 1321 1345 99 0.0 

3 AX079872 Sequence 3 from Patent WO0105971. + 1321 1345 99 0.0 

4 P__AAF30195 Clone 1161813 0.0.184 encoding secreted p + 762 765 100 0.0 

5 AX079884 Sequence 15 from Patent WO0105971. + 762 765 100 0.0 



>1 P_AAA37664 Human peptidase, HPEP-8 coding sequence. 
(1661 bp) [2 segs] 

Score = 1334 (2644 bits), Expect = 0.0 [P_AAA37664, seg 1/2] 
Identities = 1340/1342 (99%) , at 1010,320-2351,1661, Strand +/+ 



DNA, PAT 24-OCT-2000 



DNA4 0571 1010 CAGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGACACTGGGTTCAGGCT 
************************************************************ 

P__AAA3 7664 320 C AGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGAC ACTGGGTTC AGGCT 

DNA4 0571 1070 GGCATCATCAGCTTTGCATCAAGCTGTGCCCAGGAGGACGCTCCTGTGCTGCTGACCAAC 
******* ************************** *************************** 

P_AAA3 7 664 3 80 GGCATCATCAGCTTTGCATCAAGCTGTGCCCAGGAGGACGCTCCTGTGCTGCTGACCAAC 

DNA4 0571 1130 ACAGCTGCTCACAGTTCCTGGCTGCAGGCTCGAGTTCAGGGGGCAGCTTTCCTGGCCCAG 
************************************************************ 

P_AAA3 7664 44 0 ACAGCTGCTCACAGTTCCTGGCTGCAGGCTCGAGTTCAGGGGGCAGCTTTCCTGGCCCAG 

DWA4 0571 1190 AGCCCAGAGACCCCGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGATCCTTGAGG 
************************************************************ 

P_AAA3 7664 500 AGCCCAGAGACCCCGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGATCCTTGAGG 

DNA4 0571 1250 ACAGCAGGTCCCCAGGCAGGAGCACCCTCCCCATGGCCCTGGGAGGCCAGGCTGATGCAC 
************************************************************ 

P_AAA3 7664 560 ACAGCAGGTCCCCAGGCAGGAGCACCCTCCCCATGGCCCTGGGAGGCCAGGCTGATGCAC 

DNA4 0571 1310 CAGGGACAGCTGGCCTGTGGCGGAGCCCTGGTGTCAGAGGAGGCGGTGCTAACTGCTGCC 
************************************************************ 

P AAA37664 62 0 CAGGGACAGCTGGCCTGTGGCGGAGCCCTGGTGTCAGAGGAGGCGGTGCTAACTGCTGCC 



DNA4 0571 1370 CACTGCTTCATTGGGCGCCAGGCCCCAGAGGAATGGAGCGTAGGGCTGGGGACCAGACCG 
************************************************************ 

P AAA37664 68 0 CACTGCTTCATTGGGCGCCAGGCCCCAGAGGAATGGAGCGTAGGGCTGGGGACCAGACCG 



DNA40571 



1430 



GAGGAGTGGGGCCTGAAGCAGCTCATCCTGCATGGAGCCTACACCCACCCTGAGGGGGGC 
************************************************************ 



P AAA37 664 74 0 GAGGAGTGGGGCCTGAAGCAGCTCATCCTGCATGGAGCCTACACCCACCCTGAGGGGGGC 

DNA4 0571 14 90 TACGACATGGCCCTCCTGCTGCTGGCCCAGCCTGTGACACTGGGAGCCAGCCTGCGGCCC 
************************************************************ 

P_AAA37664 800 TACGACATGGCCCTCCTGCTGCTGGCCCAGCCTGTGACACTGGGAGCCAGCCTGCGGCCC 

DNA4 0571 1550 CTCTGCCTGCCCTATCCTGACCACCACCTGCCTGATGGGGAGCGTGGCTGGGTTCTGGGA 
*************** ******************************************** 

P AAA37 664 8 60 CTCTGCCTGCCCTATGCTGACCACCACCTGCCTGATGGGGAGCGTGGCTGGGTTCTGGGA 

DNA4 0571 1610 CGGGCCCGCCCAGGAGCAGGCATCAGCTCCCTCCAGACAGTGCCCGTGACCCTCCTGGGG 
*********************************** ************************* 

P AAA37664 920 CGGGCCCGCCCAGGAGCAGGCATCAGCTCCCTCCAGACAGTGCCCGTGACCCTCCTGGGG 

DNA4 0571 1670 CCTAGGGCCTGCAGCCGGCTGCATGCAGCTCCTGGGGGTGATGGCAGCCCTATTCTGCCG 
************************************************************ 

P_AAA37 664 980 CCTAGGGCCTGCAGCCGGCTGCATGCAGCTCCTGGGGGTGATGGCAGCCCTATTCTGCCG 

DNA4 0571 1730 GGGATGGTGTGTACCAGTGCTGTGGGTGAGCTGCCCAGCTGTGAGGGCCTGTCTGGGGCA 
************************************************************ 

P AAA37664 1040 GGGATGGTGTGTACCAGTGCTGTGGGTGAGCTGCCCAGCTGTGAGGGCCTGTCTGGGGCA 

DNA4 05 7 1 17 90 CCACTGGTGCATGAGGTGAGGGGCACATGGTTCCTGGCCGGGCTGCACAGCTTCGGAGAT 
******* ******************************** ********************* 
P_AAA37 664 1100 CCACTGGTGCATGAGGTGAGGGGCACATGGTTCCTGGCCGGGCTGCACAGCTTCGGAGAT 

DNA4 0571 1850 GCTTGCC71AGGCCCCGCCAGGCCGGCGGTCTTCACCGCGCTCCCTGCCTATGAGGACTGG 
************************************************************ 

P_AAA37 664 1160 GCTTGCCAAGGCCCCGCCAGGCCGGCGGTCTTCACCGCGCTCCCTGCCTATGAGGACTGG 

DNA4 0571 1910 GTCAGCAGTTTGGACTGGCAGGTCTACTTCGCCGAGGAACCAGAGCCCGAGGCTGAGCCT 
*********************************+***********+*****+******** 

P_AAA37 664 1220 GTCAGCAGTTTGGACTGGCAGGTCTACTTCGCCGAGGAACCAGAGCCCGAGGCTGAGCCT 

DNA4 0571 1970 GGAAGCTGCCTGGCCAACATAAGCCAACCAACCAGCTGCTGACAGGGGACCTGGCCATTC 
************************************************************ 

P_AAA37 664 1280 GGAAGCTGCCTGGCCAACATAAGCCAACCAACCAGCTGCTGACAGGGGACCTGGCCATTC 

DNA4 0571 2030 TCAGGACAAGAGAATGCAGGCAGGCAAATGGCATTACTGCCCCTGTCCTCCCCACCCTGT 
************************************************************ 

P_AAA37 664 1340 TCAGGACAAGAGAATGCAGGCAGGCAAATGGCATTACTGCCCCTGTCCTCCCCACCCTGT 

DNA4 0571 2090 CATGTGTGATTCCAGGCACCAGGGCAGGCCCAGAAGCCCAGCAGCTGTGGGAAGGAACCT 
************************************************************ 

P_AAA37 664 14 00 CATGTGTGATTCCAGGCACCAGGGCAGGCCCAGAAGCCCAGCAGCTGTGGGAAGGAACCT 

DNA4 0571 2150 GCCTGGGGCCACAGGTGCCCACTCCCCACCCTGCAGGACAGGGGTGTCTGTGGACACTCC 
************************************************************ 

P_AAA37 664 1 4 60 GCCTGGGGCCACAGGTGCCCACTCCCCACCCTGCAGGACAGGGGTGTCTGTGGACACTCC 

DNA4 0571 2210 CACACCCAACTCTGCTACCAAGCAGGCGTCTCAGCTTTCCTCCTCCTTTACTCTTTCAGA 
*************************************************** ******** 

P_AAA37 664 1520 CACACCCAACTCTGCTACCAAGCAGGCGTCTCAGCTTTCCTCCTCCTTTACCCTTTCAGA 

DNA40571 2270 TACAATCACGCCAGCCACGTTGTTTTGAAAATTTCTTTTTTTGGGGGGCAGCAGTTTTCC 
************************************************************ 

P AAA37 664 1580 TACAATCACGCCAGCCACGTTGTTTTGAAAATTTCTTTTTTTGGGGGGCAGCAGTTTTCC 



DNA4 0571 2330 TTTTTTTAAACTTAAATAAATT 
*********************** 

P AAA37 664 164 0 TTTTTTTAAACTTAAATAAATT 

Score = 170 (337 bits), Expect = 8e-89 [P_AAA37664, seg 2/2] 
Identities = 170/170 (100%), at 84 4,1-1013,170, Strand +/+ 

DNA4 0571 84 4 GGACACCAGTGATGCTCCTGGGACCCTACGCAATCTGCGCCTGCGTCTCATCAGTCGCCC 
************************************************************ 

P AAA37 664 1 GGACACCAGTGATGCTCCTGGGACCCTACGCAATCTGCGCCTGCGTCTCATCAGTCGCCC 

DNA4 0571 904 CACATGTAACTGTATCTACAACCAGCTGCACCAGCGACACCTGTCCAACCCGGCCCGGCC 
************************************************************ 
P AAA37 664 61 CACATGTAACTGTATCTACAACCAGCTGCACCAGCGACACCTGTCCAACCCGGCCCGGCC 

DNA4 0571 964 TGGGATGCTATGTGGGGGCCCCCAGCCTGGGGTGCAGGGCCCCTGTCAGG 
************************************************** 

P_AAA37 664 121 TGGGATGCTATGTGGGGGCCCCCAGCCTGGGGTGCAGGGCCCCTGTCAGG 

>2 P AAF30189 Clone 11618130.0.27 encoding secreted protein SECP2 . (1894 bp) 
segs] 

Score = 1321 (2619 bits), Expect - 0.0 [P_AAF30189, seg 1/3] 
Identities = 1345/1353 (99%), at 1010,534-2362,188 6, Strand + / + 

DNA40571 1010 CAGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGACACTGGGTTCAGGCT 
ir + + + + * + + if + + ± + * + + * + + + + + + + ************************************ 

P_AAF30189 534 CAGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGACACTGGGTTCAGGCT 

DNA4 0571 107 0 GGCATCATCAGCTTTGCATCAAGCTGTGCCCAGGAGGACGCTCCTGTGCTGCTGACCAAC 
************************************************************ 
P_AAF3 018 9 594 GGCATCATCAGCTTTGCATCAAGCTGTGCCCAGGAGGACGCTCCTGTGCTGCTGACCAAC 

DNA4 0571 1130 ACAGCTGCTCACAGTTCCTGGCTGCAGGCTCGAGTTCAGGGGGCAGCTTTCCTGGCCCAG 

* + + + ******** + ****************************** + * + * + + + 

P_AAF30189 654 ACAGCTGCTCACAGTTCCTGGCTGCAGGCTCGAGTTCAGGGGGCAGCTTTCCTGGCCCAG 

DNA4 0571 1190 AGCCCAGAGACCCCGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGATCCTTGAGG 
********** ******** ***************** ************ ************* 

P_AAF3 0189 714 AGCCCAGAGACCCCGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGATCCTTGAGG 

DNA4 0571 1250 ACAGCAGGTCCCCAGGCAGGAGCACCCTCCCCATGGCCCTGGGAGGCCAGGCTGATGCAC 
+++++*+*++++*+*++*+++*************************************** 

P_AAF3 0189 77 4 ACAGCAGGTCCCCAGGCAGGAGCACCCTCCCCATGGCCCTGGGAGGCCAGGCTGATGCAC 

DNA4 0571 1310 CAGGGACAGCTGGCCTGTGGCGGAGCCCTGGTGTCAGAGGAGGCGGTGCTAACTGCTGCC 
****** ******************* ************************* + + ******** 

P_AAF3018 9 834 CAGGGACAGCTGGCCTGTGGCGGAGCCCTGGTGTCAGAGGAGGCGGTGCTAACTGCTGCC 

DNA4 0571 1370 CACTGCTTCATTGGGCGCCAGGCCCCAGAGGAATGGAGCGTAGGGCTGGGGACCAGACCG 
********** + + + * + *± + *4.** + ************************************ 

P_AAF3 0189 894 CACTGCTTCAATGGGCGCCAGGCCCCAGAGGAATGGAGCGTAGGGCTGGGGACCAGACCG 

DNA4 0571 1430 GAGGAGTGGGGCCTGAAGCAGCTCATCCTGCATGGAGCCTACACCCACCCTGAGGGGGGC 
************************************************************ 

P AAF3018 9 954 GAGGAGTGGGGCCTGAAGCAGCTCATCCTGCATGGAGCCTACACCCACCCTGAGGGGGGC 
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14 90 TACGACATGGCCCTCCTGCTGCTGGCCCAGCCTGTGACACTGGGAGCCAGCCTGCGGCCC 

****************************** ** 

1014 TACGACATGGCCCTCCTGCTGCTGGCTCAGCCTGTGACACTGGGAGCCAGCCTGCGGGCC 

1550 CTCTGCCTGCCCTATCCTGACCACCACCTGCCTGATGGGGAGCGTGGCTGGGTTCTGGGA 
*************** ******************************************* 

107 4 CTCTGCCTGCCCTATTTTGACCACCACCTGCCTGATGGGGAGCGTGGCTGGGTTCTGGGA 

1610 CGGGCCCGCCCAGGAGCAGGCATCAGCTCCCTCCAGACAGTGCCCGTGACCCTCCTGGGG 
************************************************************ 

1134 CGGGCCCGCCCAGGAGCAGGCATCAGCTCCCTCCAGACAGTGCCCGTGACCCTCCTGGGG 

1670 CCTAGGGCCTGCAGCCGGCTGCATGCAGCTCCTGGGGGTGATGGCAGCCCTATTCTGCCG 
************************************************************ 

1194 CCTAGGGCCTGCAGCCGGCTGCATGCAGCTCCTGGGGGTGATGGCAGCCCTATTCTGCCG 

17 30 GGGATGGTGTGTACCAGTGCTGTGGGTGAGCTGCCCAGCTGTGAGGGCCTGTCTGGGGCA 
************* *********************************************** 

12 54 GGGATGGTGTGTACCAGTGCTGTGGGTGAGCTGCCCAGCTGTGAGGGCCTGTCTGGGGCA 

17 90 CCACTGGTGCATGAGGTGAGGGGCACATGGTTCCTGGCCGGGCTGCACAGCTTCGGAGAT 

***********************+************************************ 

1314 CCACTGGTGCATGAGGTGAGGGGCACATGGTTCCTGGCCGGGCTGCACAGCTTCGGAGAT 

18 50 GCTTGCCAAGGCCCCGCCAGGCCGGCGGTCTTCACCGCGCTCCCTGCCTATGAGGACTGG 

************************************************************ 

137 4 GCTTGCCAAGGCCCCGCCAGGCCGGCGGTCTTCACCGCGCTCCCTGCCTATGAGGACTGG 

1910 GTCAGCAGTTTGGACTGGCAGGTCTACTTCGCCGAGGAACCAGAGCCCGAGGCTGAGCCT 
************************************************************ 

14 34 GTCAGCAGTTTGGACTGGCAGGTCTACTTCGCCGAGGAACCAGAGCCCGAGGCTGAGCCT 

1970 GGAAGCTGCCTGGCCAACATAAGCCAACCAACCAGCTGCTGACAGGGGACCTGGCCATTC 
************************************************************ 

14 94 GGAAGCTGCCTGGCCAACATAAGCCAACCAACCAGCTGCTGACAGGGGACCTGGCCATTC 

2030 TCAGGACAAGAGAATGCAGGCAGGCAAATGGCATTACTGCCCCTGTCCTCCCCACCCTGT 
************************************************************ 

1554 TCAGGACAAGAGAATGCAGGCAGGCAAATGGCATTACTGCCCCTGTCCTCCCCACCCTGT 

2090 CATGTGTGATTCCAGGCACCAGGGCAGGCCCAGAAGCCCAGCAGCTGTGGGAAGGAACCT 
************************************************************ 

1614 CATGTGTGATTCCAGGCACCAGGGCAGGCCCAGAAGCCCAGCAGCTGTGGGAAGGAACCT 
2150 GCCTGGGGCCACAGGTGCCCACTCCCCACCCTGCAGGACAGGGGTGTCTGTGGACACTCC 

******************** *************************************** 

1674 GCCTGGGGCCACAGGTGCCCCCTCCCCACCCTGCAGGACAGGGGTGTCTGTGGACACTCC 

2210 CACACCCAACTCTGCTACCAAGCAGGCGTCTCAGCTTTCCTCCTCCTTTACTCTTTCAGA 
*************************************************** ******** 

1734 CACACCCAACTCTGCTACCAAGCAGGCGTCTCAGCTTTCCTCCTCCTTTACCCTTTCAGA 
2270 TACAATCACGCCAGCCACGTTGTTTTGAAAATTTCTTTTTTTGGGGGGCAGCAGTTTTCC 

**************** ******************************************* 

17 94 TACAATCACGCCAGCCCCGTTGTTTTGAAAATTTCTTTTTTTGGGGGGCAGCAGTTTTCC 
2330 TTTTTTTAAACTTAAATAAATTGTTACAAAATA 



P AAF3018 9 1854 TTTTTTTAAACTTAAATAAATTGTTACAAAATA 

Score = 157 (311 bits), Expect = 5e-81 [P_AAF30189, seg 2/3] 
Identities = 157/157 (100%), at 857,228-1013,384, Strand +/+ 

DNA40571 857 GCTCCTGGGACCCTACGCAATCTGCGCCTGCGTCTCATCAGTCGCCCCACATGTAACTGT 
*********** *********************** ************************** 
P AAF3018 9 228 GCTCCTGGGACCCTACGCAATCTGCGCCTGCGTCTCATCAGTCGCCCCACATGTAACTGT 

DNA4 0571 917 ATCTACAACCAGCTGCACCAGCGACACCTGTCCAACCCGGCCCGGCCTGGGATGCTATGT 
***************************** ********* ********************** 
P AAF3018 9 288 ATCTACAACCAGCTGCACCAGCGACACCTGTCCAACCCGGCCCGGCCTGGGATGCTATGT 

DNA4 0571 97 7 GGGGGCCCCCAGCCTGGGGTGCAGGGCCCCTGTCAGG 
************************************* 

P AAF3018 9 34 8 GGGGGCCCCCAGCCTGGGGTGCAGGGCCCCTGTCAGG 

Score - 87 (172 bits), Expect = 3e-39 [P_AAF30189, seg 3/3] 
Identities - 87/87 (100%), at 771,1-857,87, Strand +/+ 

DNA4 0571 7 71 CACCCCTCTGCCTGCCCCAGCCCGCCCATCGCTTCCCCTTTGGAGCCTCCTGCTGGGCCA 
************ ************************************************ 
P AAF3018 9 1 CACCCCTCTGCCTGCCCCAGCCCGCCCATCGCTTCCCCTTTGGAGCCTCCTGCTGGGCCA 

DNA4 0571 831 CTGGCTGGGATCAGGACACCAGTGATG 
*************************** 

P_AAF30189 61 CTGGCTGGGATCAGGACACCAGTGATG 

>3 AX079872 Sequence 3 from Patent WO0105971. (1894 bp) [3 segs] 
Score = 1321 (2619 bits), Expect = 0.0 [AX079872, seg 1/3] 
Identities = 1345/1353 (99%), at 1010,534-2362,1886, Strand +/+ 

DNA4057 1 1010 CAGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGACACTGGGTTCAGGCT 
************************************************************ 
AX 079872 534 CAGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGACACTGGGTTCAGGCT 

DNA40571 1070 GGCATCATCAGCTTTGCATCAAGCTGTGCCCAGGAGGACGCTCCTGTGCTGCTGACCAAC 
************************************************************ 
AX07 9872 594 GGCATCATCAGCTTTGCATCAAGCTGTGCCCAGGAGGACGCTCCTGTGCTGCTGACCAAC 

DNA4 0571 1130 ACAGCTGCTCACAGTTCCTGGCTGCAGGCTCGAGTTCAGGGGGCAGCTTTCCTGGCCCAG 
************************************************************ 
AX07 9872 654 ACAGCTGCTCACAGTTCCTGGCTGCAGGCTCGAGTTCAGGGGGCAGCTTTCCTGGCCCAG 

DNA40571 1190 AGCCCAGAGACCCCGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGATCCTTGAGG 
************************************************************ 

AX07 9872 714 AGCCCAGAGACCCCGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGATCCTTGAGG 

DNA40571 1250 ACAGCAGGTCCCCAGGCAGGAGCACCCTCCCCATGGCCCTGGGAGGCCAGGCTGATGCAC 
************************************************************ 

AX07 9872 774 ACAGCAGGTCCCCAGGCAGGAGCACCCTCCCCATGGCCCTGGGAGGCCAGGCTGATGCAC 

DNA4 0571 1310 CAGGGACAGCTGGCCTGTGGCGGAGCCCTGGTGTCAGAGGAGGCGGTGCTAACTGCTGCC 
****************************+***+*******+******************* 

AX07 9872 834 CAGGGACAGCTGGCCTGTGGCGGAGCCCTGGTGTCAGAGGAGGCGGTGCTAACTGCTGCC 



DNA4 0571 1370 CACTGCTTCATTGGGCGCCAGGCCCCAGAGGAATGGAGCGTAGGGCTGGGGACCAGACCG 
********** ************************************************* 

AX07 9872 8 94 CACTGCTTCAATGGGCGCCAGGCCCCAGAGGAATGGAGCGTAGGGCTGGGGACCAGACCG 

DNA4 0 5 7 1 14 30 GAGGAGTGGGGCCTGAAGCAGCTCATCCTGCATGGAGCCTACACCCACCCTGAGGGGGGC 
********************* ******************* *********** ********* 

AX07 9872 954 GAGGAGTGGGGCCTGAAGCAGCTCATCCTGCATGGAGCCTACACCCACCCTGAGGGGGGC 

DNA4 0571 14 90 TACGACATGGCCCTCCTGCTGCTGGCCCAGCCTGTGACACTGGGAGCCAGCCTGCGGCCC 
************************** ****************************** ** 
AX07 9872 1014 TACGACATGGCCCTCCTGCTGCTGGCTCAGCCTGTGACACTGGGAGCCAGCCTGCGGGCC 

DNA4 0571 1550 CTCTGCCTGCCCTATCCTGACCACCACCTGCCTGATGGGGAGCGTGGCTGGGTTCTGGGA 
*************** ******************************************* 

AX07 9872 1074 CTCTGCCTGCCCTATTTTGACCACCACCTGCCTGATGGGGAGCGTGGCTGGGTTCTGGGA 

DNA4 0571 1610 CGGGCCCGCCCAGGAGCAGGCATCAGCTCCCTCCAGACAGTGCCCGTGACCCTCCTGGGG 
************************************************************ 

AX07 9872 1134 CGGGCCCGCCCAGGAGCAGGCATCAGCTCCCTCCAGACAGTGCCCGTGACCCTCCTGGGG 

DNA4 0571 167 0 CCTAGGGCCTGCAGCCGGCTGCATGCAGCTCCTGGGGGTGATGGCAGCCCTATTCTGCCG 
************************************************************ 

AX07 9872 1194 CCTAGGGCCTGCAGCCGGCTGCATGCAGCTCCTGGGGGTGATGGCAGCCCTATTCTGCCG 

DNA4 0571 1730 GGGATGGTGTGTACCAGTGCTGTGGGTGAGCTGCCCAGCTGTGAGGGCCTGTCTGGGGCA 
************************************************************ 

AX07 9872 1254 GGGATGGTGTGTACCAGTGCTGTGGGTGAGCTGCCCAGCTGTGAGGGCCTGTCTGGGGCA 

DNA4 0571 1790 CCACTGGTGCATGAGGTGAGGGGCACATGGTTCCTGGCCGGGCTGCACAGCTTCGGAGAT 
************************************************************ 

AX 079872 1314 CCACTGGTGCATGAGGTGAGGGGCACATGGTTCCTGGCCGGGCTGCACAGCTTCGGAGAT 

DNA40571 1850 GCTTGCCAAGGCCCCGCCAGGCCGGCGGTCTTCACCGCGCTCCCTGCCTATGAGGACTGG 
************************************************************ 

AX07 9872 1374 GCTTGCCAAGGCCCCGCCAGGCCGGCGGTCTTCACCGCGCTCCCTGCCTATGAGGACTGG 

DRA4 057 1 1910 GTCAGCAGTTTGGACTGGCAGGTCTACTTCGCCGAGGAACCAGAGCCCGAGGCTGAGCCT 
************************************************************ 

AX07 9872 14 34 GTCAGCAGTTTGGACTGGCAGGTCTACTTCGCCGAGGAACCAGAGCCCGAGGCTGAGCCT 

DNA4 0571 1970 GGAAGCTGCCTGGCCAACATAAGCCAACCAACCAGCTGCTGACAGGGGACCTGGCCATTC 
************************************************************ 

AX07 9872 14 94 GGAAGCTGCCTGGCCAACATAAGCCAACCAACCAGCTGCTGACAGGGGACCTGGCCATTC 

DNA4 0571 2030 TCAGGACAAGAGAATGCAGGCAGGCAAATGGCATTACTGCCCCTGTCCTCCCCACCCTGT 
************************************************************ 

AX07 9872 1554 TCAGGACAAGAGAATGCAGGCAGGCAAATGGCATTACTGCCCCTGTCCTCCCCACCCTGT 

DNA4 0571 2090 CATGTGTGATTCCAGGCACCAGGGCAGGCCCAGAAGCCCAGCAGCTGTGGGAAGGAACCT 
************************************************************ 

AX07 9872 1614 CATGTGTGATTCCAGGCACCAGGGCAGGCCCAGAAGCCCAGCAGCTGTGGGAAGGAACCT 

DNA4 0571 2150 GCCTGGGGCCACAGGTGCCCACTCCCCACCCTGCAGGACAGGGGTGTCTGTGGACACTCC 
******************** ********+*************+**************** 
AX07 9872 1674 GCCTGGGGCCACAGGTGCCCCCTCCCCACCCTGCAGGACAGGGGTGTCTGTGGACACTCC 

DNA4 0571 2210 CACACCCAACTCTGCTACCAAGCAGGCGTCTCAGCTTTCCTCCTCCTTTACTCTTTCAGA 



AX07 9872 1734 CACACCCAACTCTGCTACCAAGCAGGCGTCTCAGCTTTCCTCCTCCTTTACCCTTTCAGA 

DNA4 0571 227 0 TACAATCACGCCAGCCACGTTGTTTTGAAAATTTCTTTTTTTGGGGGGCAGCAGTTTTCC 
**************** ******* ************************************ 

AX07 9872 17 94 TACAATCACGCCAGCCCCGTTGTTTTGAAAATTTCTTTTTTTGGGGGGCAGCAGTTTTCC 

DNA40571 2330 TTTTTTTAAACTTAAATAAATTGTTACAAAATA 
********************************* 

AX079872 1854 TTTTTTTAAACTTAAATAAATTGTTACAAAATA 

Score - 157 (311 bits), Expect = 5e-81 [AX079872, seg 2/3] 
Identities - 157/157 (100%), at 857,228-1013,38 4, Strand + / + 

DNA4 0571 857 GCTCCTGGGACCCTACGCAATCTGCGCCTGCGTCTCATCAGTCGCCCCACATGTAACTGT 
************************************************************ 

AX07 987 2 228 GCTCCTGGGACCCTACGCAATCTGCGCCTGCGTCTCATCAGTCGCCCCACATGTAACTGT 

DNA4 0571 917 ATCTACAACCAGCTGCACCAGCGACACCTGTCCAACCCGGCCCGGCCTGGGATGCTATGT 
************************************************************ 

AX079872 288 ATCTACAACCAGCTGCACCAGCGACACCTGTCCAACCCGGCCCGGCCTGGGATGCTATGT 

DNA4 0571 97 7 GGGGGCCCCCAGCCTGGGGTGCAGGGCCCCTGTCAGG 
************************************* 

AX07 9872 34 8 GGGGGCCCCCAGCCTGGGGTGCAGGGCCCCTGTCAGG 

Score - 87 (172 bits), Expect = 3e-39 [AX079872, seg 3/3] 
Identities - 87/87 (100%), at 771,1-857,87, Strand +/+ 

DNA4 0571 771 CACCCCTCTGCCTGCCCCAGCCCGCCCATCGCTTCCCCTTTGGAGCCTCCTGCTGGGCCA 
****************************** *■* **************************** 

AX07 9872 1 CACCCCTCTGCCTGCCCCAGCCCGCCCATCGCTTCCCCTTTGGAGCCTCCTGCTGGGCCA 

DNA4 0571 831 CTGGCTGGGATCAGGACACCAGTGATG 
*************************** 

AX079872 61 CTGGCTGGGATCAGGACACCAGTGATG 

>4 P_AAF30195 Clone 11618130.0.184 encoding secreted protein SECP8 . (1445 bp) 
segs ] 

Score = 762 (1511 bits), Expect - 0.0 [P_AAF30195, seg 1/3] 
Identities = 765/766- (99%), at 1010,534-1775,1299, Strand +/+ 

DNA4 0571 1010 CAGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGACACTGGGTTCAGGCT 
************************************************************ 

P_AAF3 0 195 534 CAGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGACACTGGGTTCAGGCT 

DNA4 0571 107 0 GGCATCATCAGCTTTGCATCAAGCTGTGCCCAGGAGGACGCTCCTGTGCTGCTGACCAAC 
************************************************************ 

P_AAF30195 594 GGCATCATCAGCTTTGCATCAAGCTGTGCCCAGGAGGACGCTCCTGTGCTGCTGACCAAC 

DNA4 057 1 1130 ACAGCTGCTCACAGTTCCTGGCTGCAGGCTCGAGTTCAGGGGGCAGCTTTCCTGGCCCAG 
********************+********************+****************** 
P_AAF30195 654 ACAGCTGCTCACAGTTCCTGGCTGCAGGCTCGAGTTCAGGGGGCAGCTTTCCTGGCCCAG 

DNA40571 1190 AGCCCAGAGACCCCGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGATCCTTGAGG 
************************************************************ 

P AAF30195 714 AGCCCAGAGACCCCGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGATCCTTGAGG 



DNA40571 
P_AAF30195 

DNA40571 
P_AAF30195 

DNA40571 
P_AAF30195 

DNA4 0571 
P__AAF30195 

DNA40571 



1250 ACAGCAGGTCCCCAGGCAGGAGCACCCTCCCCATGGCCCTGGGAGGCCAGGCTGATGCAC 
77 4 ACAGCAGGTCCCCAGGCAGGAGCACCCTCCCCATGGCCCTGGGAGGCCAGGCTGATGCAC 
1310 CAGGGACAGCTGGCCTGTGGCGGAGCCCTGGTGTCAGAGGAGGCGGTGCTAACTGCTGCC 
834 CAGGGACAGCTGGCCTGTGGCGGAGCCCTGGTGTCAGAGGAGGCGGTGCTAACTGCTGCC 
1370 CACTGCTTCATTGGGCGCCAGGCCCCAGAGGAATGGAGCGTAGGGCTGGGGACCAGACCG 
894 CACTGCTTCATTGGGCGCCAGGCCCCAGAGGAATGGAGCGTAGGGCTGGGGACCAGACCG 
14 30 GAGGAGTGGGGCCTGAAGCAGCTCATCCTGCATGGAGCCTACACCCACCCTGAGGGGGGC 
954 GAGGAGTGGGGCCTGAAGCAGGTCATCC'TGCATGGAGCCTAGACCCACCCTGAGGGGGGC 
14 90 TACGACATGGCCCTCCTGCTGCTGGCCCAGCCTGTGACACTGGGAGCCAGCCTGCGGCCC 
P_AAF30195 1014 TACGACATGGCCCTCCTGCTGCTGGCCCAGCCTGTGACACTGGGAGCCAGCCTGCGGCCC 
DNA4 0571 1550 CTCTGCCTGCCCTATCCTGACCACCACCTGCCTGATGGGGAGCGTGGCTGGGTTCTGGGA 

*************** ******************************************** 

P_AAF30195 1074 CTCTGCCTGCCCTATGCTGACCACCACCTGCCTGATGGGGAGCGTGGCTGGGTTCTGGGA 
DNA4 0571 1610 CGGGCCCGCCCAGGAGCAGGCATCAGCTCCCTCCAGACAGTGCCCGTGACCCTCCTGGGG 

************************************************************ 

P_AAF30195 1134 CGGGCCCGCCCAGGAGCAGGCATCAGCTCCCTCCAGACAGTGCCCGTGACCCTCCTGGGG 

DNA4 0571 1670 CCTAGGGCCTGCAGCCGGCTGCATGCAGCTCCTGGGGGTGATGGCAGCCCTATTCTGCCG 
************************************************************ 

P__AAF301 95 1194 CCTAGGGCCTGCAGCCGGCTGCATGCAGCTCCTGGGGGTGATGGCAGCCCTATTCTGCCG 

DNA4 0571 1730 GGGATGGTGTGTACCAGTGCTGTGGGTGAGCTGCCCAGCTGTGAGG 
********************************************** 

P__AAF3 0195 1254 GGGATGGTGTGTACCAGTGCTGTGGGTGAGCTGCCCAGCTGTGAGG 

Score - 157 (311 bits), Expect = 5e-81 [P_AAF30195, seg 2/3] 
Identities = 157/157 (100%), at 857,228-1013,384, Strand + / + 

DNA4 0571 8 57 GCTCCTGGGACCCTACGCAATCTGCGCCTGCGTCTCATCAGTCGCCCCACATGTAACTGT 
*********************************+************+*★*********** 

P_AAF30195 228 GCTCCTGGGACCCTACGCAATCTGCGCCTGCGTCTCATCAGTCGCCCCACATGTAACTGT 

DNA4 0571 917 ATCTACAACCAGCTGCACCAGCGACACCTGTCCAACCCGGCCCGGCCTGGGATGCTATGT 
************************************************************ 

P AAF30195 288 ATCTACAACCAGCTGCACCAGCGACACCTGTCCAACCCGGCCCGGCCTGGGATGCTATGT 



DNA4 0571 97 7 GGGGGCCCCCAGCCTGGGGTGCAGGGCCCCTGTCAGG 
************************************* 

P_AAF30 1 95 34 8 GGGGGCCCCCAGCCTGGGGTGCAGGGCCCCTGTCAGG 

Score = 87 (172 bits), Expect = 3e-39 [P_AAF30195, seg 3/3] 
Identities = 87/87 (100%), at 771,1-857,87, Strand +/+ 



DNA40571 



771 CACCCCTCTGCCTGCCCCAGCCCGCCCATCGCTTCCCCTTTGGAGCCTCCTGCTGGGCCA 
************************************************************ 



P AAF30195 



1 CACCCCTCTGCCTGCCCCAGCCCGCCCATCGCTTCCCCTTTGGAGCCTCCTGCTGGGCCA 



DNA4 0571 831 CTGGCTGGGATCAGGACACCAGTGATG 

P_AAF30195 61 CTGGCTGGGATCAGGACACCAGTGATG 

>5 AX079884 Sequence 15 from Patent WO0105971. (1445 bp) [3 segs] 
Score = 762 (1511 bits), Expect - 0.0 [AX079884, seg 1/3] 

Identities = 765/766 (99%) , at 1010,534-1775,1299, Strand +/+ 

DNA4 0571 1010 CAGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGACACTGGGTTCAGGCT 

AX079884 534 CAGGGAGATTCCGGGGGCCCTGTGCTGTGCCTCGAGCCTGACGGACACTGGGTTCAGGCT 

DNA4 0571 1070 GGCATCATCAGCTTTGCATCAAGCTGTGCCCAGGAGGACGCTCCTGTGCTGCTGACCAAC 

AX07988 4 594 GGCATCATCAGCTTTGCATCAAGCTGTGCCCAGGAGGACGCTCCTGTGCTGCTGACCAAC 

DNA40571 1130 ACAGCTGCTCACAGTTCCTGGCTGCAGGCTCGAGTTCAGGGGGCAGCTTTCCTGGCCCAG 

AX07988 4 654 ACAGCTGCTCACAGTTCCTGGCTGCAGGCTCGAGTTCAGGGGGCAGCTTTCCTGGCCCAG 

DNA40571 1190 AGCCCAGAGACCCCGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGATCCTTGAGG 

AX079884 714 AGCCCAGAGACCCCGGAGATGAGTGATGAGGACAGCTGTGTAGCCTGTGGATCCTTGAGG 

DNA4 0571 1250 ACAGCAGGTCCCCAGGCAGGAGCACCCTCCCCATGGCCCTGGGAGGCCAGGCTGATGCAC 

AX07 98 8 4 7 7 4 ACAGCAGGTCCCCAGGCAGGAGCACCCTCCCCATGGCCCTGGGAGGCCAGGCTGATGCAC 

DNA4 0571 1310 CAGGGACAGCTGGCCTGTGGCGGAGCCCTGGTGTCAGAGGAGGCGGTGCTAACTGCTGCC 

AX079884 834 CAGGGACAGCTGGCCTGTGGCGGAGCCCTGGTGTCAGAGGAGGCGGTGCTAACTGCTGCC 

DNA4 0571 1370 CACTGCTTCATTGGGCGCCAGGCCCCAGAGGAATGGAGCGTAGGGCTGGGGACCAGACCG 

AX07 9884 8 94 CACTGCTTCATTGGGCGCCAGGCCCCAGAGGAATGGAGCGTAGGGCTGGGGACCAGACCG 

DNA4 0571 14 30 GAGGAGTGGGGCCTGAAGCAGCTCATCCTGCATGGAGCCTACACCCACCCTGAGGGGGGC 

AX079884 954 GAGGAGTGGGGCCTGAAGCAGCTCATCCTGCATGGAGCCTACACCCACCCTGAGGGGGGC 

DNA4 0571 14 90 TACGACATGGCCCTCCTGCTGCTGGCCCAGCCTGTGACACTGGGAGCCAGCCTGCGGCCC 

AX07 9884 1014 TACGACATGGCCCTCCTGCTGCTGGCCCAGCCTGTGACACTGGGAGCCAGCCTGCGGCCC 

DNA4 0571 1550 CTCTGCCTGCCCTATCCTGACCACCACCTGCCTGATGGGGAGCGTGGCTGGGTTCTGGGA 

AX07 9884 1074 CTCTGCCTGCCCTATGCTGACCACCACCTGCCTGATGGGGAGCGTGGCTGGGTTCTGGGA 

DNA4 0571 1610 CGGGCCCGCCCAGGAGCAGGCATCAGCTCCCTCCAGACAGTGCCCGTGACCCTCCTGGGG 

AX07 9884 1134 CGGGCCCGCCCAGGAGCAGGCATCAGCTCCCTCCAGACAGTGCCCGTGACCCTCCTGGGG 

DNA40571 1670 CCTAGGGCCTGCAGCCGGCTGCATGCAGCTCCTGGGGGTGATGGCAGCCCTATTCTGCCG 

AX07 9884 1194 CCTAGGGCCTGCAGCCGGCTGCATGCAGCTCCTGGGGGTGATGGCAGCCCTATTCTGCCG 



DNA40571 1730 GGGATGGTGTGTACCAGTGCTGTGGGTGAGCTGCCCAGCTGTGAGG 
************ ** ************************** ****** 

AX07 9884 1254 GGGATGGTGTGTACCAGTGCTGTGGGTGAGCTGCCCAGCTGTGAGG 

Score - 157 (311 bits), Expect - 5e-81 [AX079884, seg 2/3] 
Identities = 157/157 (100%), at 857,228-1013,384, Strand +/+ 

DNA4 0571 857 GCTCCTGGGACCCTACGCAATCTGCGCCTGCGTCTCATCAGTCGCCCCACATGTAACTGT 
************************** *************** ******************* 
AX07 988 4 228 GCTCCTGGGACCCTACGCAATCTGCGCCTGCGTCTCATCAGTCGCCCCACATGTAACTGT 

DNA4 0 5 7 1 917 ATCTACAACCAGCTGCACCAGCGACACCTGTCCAACCCGGCCCGGCCTGGGATGCTATGT 
************* ******************** *************************** 
AX07 988 4 2 88 ATCTACAACCAGCTGCACCAGCGACACCTGTCCAACCCGGCCCGGCCTGGGATGCTATGT 

DNA4 0571 977 GGGGGCCCCCAGCCTGGGGTGCAGGGCCCCTGTCAGG 
************************************* 
AX07 98 8 4 34 8 GGGGGCCCCCAGCCTGGGGTGCAGGGCCCCTGTCAGG 

Score = 87 (172 bits), Expect - 3e-39 [AX079884, seg 3/3] 
Identities - 87/87 (100%), at 7 71,1-857,87, Strand + / + 

DNA4 0571 771 CACCCCTCTGCCTGCCCCAGCCCGCCCATCGCTTCCCCTTTGGAGCCTCCTGCTGGGCCA 
************* ********************************* ************** 
AX07 988 4 1 CACCCCTCTGCCTGCCCCAGCCCGCCCATCGCTTCCCCTTTGGAGCCTCCTGCTGGGCCA 

DNA4 0571 831 CTGGCTGGGATCAGGACACCAGTGATG 
*************************** 

AX07 98 84 61 CTGGCTGGGATCAGGACACCAGTGATG 



Wed Oct 3 10:32:47 2001 [BLASTP 2.2.1 [Jul -12 -2001] , NCBI] 
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Sequences producing High-scoring Segment Pairs: Score Match Pet E-val 

1 P_AAB24046 Human PR0351 protein sequence SEQ ID NO : 1 1897 347 100 0.0 

2 P_AAB44260 Human PR0351 (UNQ308) protein sequence SE 1897 347 100 0.0 

3 P~AAY41704 Human PR0351 protein sequence - Homo sapi 1897 347 100 0.0 

>1 P_AAB24046 Human PR0351 protein sequence SEQ ID NO: 12 - Homo sapiens. (571 
aa) [2 segs] 

Score = 1897 (735 bits), Expect =0.0 [P_AAB24046 # seg 1/2] 

Identities = 347/347 (100%), Positives = 347/347 (100%), at 1,225-347,571 

DNA40571 .nc 1 MLCGGPQPGVQGPCQGDSGGPVLCLEPDGHWVQAGIISFASSCAQEDAPVLLTNTAAHSS 
************************************************************ 
P AAB24046 225 MLCGGPQPGVQGPCQGDSGGPVLCLEPDGHWVQAGIISFASSCAQEDAPVLLTNTAAHSS 

DNA40571 .nc 61 WLQARVQGAAFLAQSPETPEMSDEDSCVACGSLRTAGPQAGAPSPWPWEARLMHQGQLAC 
************************************************************ 
P AAB24046 285 WLQARVQGAAFLAQSPETPEMSDEDSCVACGSLRTAGPQAGAPSPWPWEARLMHQGQLAC 

DNA40571 .nc 121 GGALVSEEAVLTAAHCFIGRQAPEEWSVGLGTRPEEWGLKQLILHGAYTHPEGGYDMALL 
************************************************************ 
P AAB24046 345 GGALVSEEAVLTAAHCFIGRQAPEEWSVGLGTRPEEWGLKQLILHGAYTHPEGGYDMALL 

DNA40571 .nc 181 LLAQPVTLGASLRPLCLPYPDHHLPDGERGWVLGRARPGAGISSLQTVPVTLLGPRACSR 
*************************** *.******************************** 
P AAB24046 405 LLAQPVTLGASLRPLCLPYPDHHLPDGERGWVLGRARPGAGISSLQTVPVTLLGPRACSR 

DNA40571 .nc 241 LHAAPGGDGSPILPGMVCTSAVGELPSCEGLSGAPLVHEVRGTWFLAGLHSFGDACQGPA 
************************************************************ 
P AAB24046 465 LHAAPGGDGSPILPGMVCTSAVGELPSCEGLSGAPLVHEVRGTWFLAGLHSFGDACQGPA 

DNA40571 .nc 301 RPAVFTALPAYEDWVSSLDWQVYFAEEPEPEAEPGSCLANISQPTSC 
************************ *********** ************ 
P AAB24046 525 RPAVFTALPAYEDWVSSLDWQVYFAEEPEPEAEPGSCLANISQPTSC 



>2 P_AAB44260 Human PR0351 (UNQ308) protein sequence SEQ ID NO: 132 - Homo (571 
aa) [2 segs] 

Score = 1897 (735 bits), Expect = 0.0 [P_AAB44260, seg 1/2] 

Identities = 347/347 (100%), Positives = 347/347 (100%), at 1,225-347,571 

DNA40571 . nc 1 MLCGGPQPGVQGPCQGDSGGPVLCLEPDGHWVQAGIISFASSCAQEDAPVLLTNTAAHSS 
************************************************************ 
P AAB44260 225 MLCGGPQPGVQGPCQGDSGGPVLCLEPDGHWVQAGI ISFASSCAQEDAPVLLTNTAAHSS 

DNA4 0 5 7 1 . nc 61 WLQARVQGAAFLAQSPETPEMSDEDSCVACGSLRTAGPQAGAPSPWPWEARLMHQGQLAC 



P_AAB4 42 60 28 5 WLQARVQGAAFLAQSPETPEMSDEDSCVACGSLRTAGPQAGAPSPWPWEARLMHQGQLAC 
DNA4 0571.nc 121 GGALVSEEAVLTAAHCFIGRQAPEEWSVGLGTRPEEWGLKQLILHGAYTHPEGGYDMALL 

** ********** ********************** 

P_AAB4 42 60 34 5 GGALVSEEAVLTAAHCFIGRQAPEEWSVGLGTRPEEWGLKQLILHGAYTHPEGGYDMALL 
DNA40571.nc 181 LLAQPVTLGASLRPLCLPYPDHHLPDGERGWVLGRARPGAGISSLQTVPVTLLGPRACSR 

************************************************************ 

P_AAB4 42 60 405 LLAQPVTLGASLRPLCLPYPDHHLPDGERGWVLGRARPGAGISSLQTVPVTLLGPRACSR 

DNA40571 . nc 241 LHAAPGGDGSPILPGMVCTSAVGELPSCEGLSGAPLVHEVRGTWFLAGLHSFGDACQGPA 
************************************************************ 

P_AAB4 42 60 4 65 LHAAPGGDGSPILPGMVCTSAVGELPSCEGLSGAPLVHEVRGTWFLAGLHSFGDACQGPA 
DNA40571 . nc 301 RPAVFTALPAYEDWVSSLDWQVYFAEEPEPEAEPGSCLANISQPTSC 

*********************************************** 

P AAB44260 525 RPAVFTALPAYEDWVSSLDWQVYFAEEPEPEAEPGSCLANISQPTSC 



>3 P_AAY41704 Human PR0351 protein sequence - Homo sapiens. (571 aa) [2 segs] 
Score - 1897 (735 bits), Expect - 0.0 [P_AAY41704, seg 1/2] 
Identities = 347/347 (100%), Positives = 347/347 (100%), at 1,225-34 7,571 

DNA40571.nc 1 MLCGGPQPGVQGPCQGDSGGPVLCLEPDGHWVQAGIISFASSCAQEDAPVLLTNTAAHSS 
************************************************************ 

P_AAY417 04 225 MLCGGPQPGVQGPCQGDSGGPVLCLEPDGHWVQAGI ISFASSCAQEDAPVLLTNTAAHSS 

DNA40571 . nc 61 WLQARVQGAAFLAQSPETPEMSDEDSCVACGSLRTAGPQAGAPSPWPWEARLMHQGQLAC 
************************************************************ 

P_AAY417 04 28 5 WLQARVQGAAFLAQSPETPEMSDEDSCVACGSLRTAGPQAGAPSPWPWEARLMHQGQLAC 

DNA4 057 1 . nc 121 GGALVSEEAVLTAAHCFIGRQAPEEWSVGLGTRPEEWGLKQLILHGAYTHPEGGYDMALL 
************************************************************ 

P_AAY4 17 04 34 5 GGALVSEEAVLTAAHCFIGRQAPEEWSVGLGTRPEEWGLKQLILHGAYTHPEGGYDMALL 

DNA40571.nc 181 LLAQPVTLGASLRPLCLPYPDHHLPDGERGWVLGRARPGAGISSLQTVPVTLLGPRACSR 
***********************+**************************+*+******* 

P_AAY417 04 405 LLAQPVTLGASLRPLCLPYPDHHLPDGERGWVLGRARPGAGISSLQTVPVTLLGPRACSR 

DNA40571.nc 241 LHAAPGGDGSPILPGMVCTSAVGELPSCEGLSGAPLVHEVRGTWFLAGLHSFGDACQGPA 
************************************************************ 

P_AAY417 04 4 65 LHAAPGGDGSPILPGMVCTSAVGELPSCEGLSGAPLVHEVRGTWFLAGLHSFGDACQGPA 

DNA40571.nc 301 RPAVFTALPAYEDWVSSLDWQVYFAEEPEPEAEPGSCLANISQPTSC 
**************+******************************** 

P AAY41704 525 RPAVFTALPAYEDWVSSLDWQVYFAEEPEPEAEPGSCLANISQPTSC 



